Condition
, with a loose threshold of F DR < 0.05. Peaks from two replicates were considered to be the same peaks if they were within 90bp of each other. Peak signal values, y, from the two replicates were used to determine IDR using the est.IDR function from R package IDR. If a peak in one sample did not match any peaks in the replicate sample, a signal signal value of y = 0 was assigned in the replicate. We have also performed an IDR comparison between two pseudoreplicates generated by randomly partitioning the reads from the two replicates. ENCODE guidelines require that the number of peaks with IDR < 0.01 for true replicates (N t ) should be more than 50% of the number of peaks for pseudoreplicates ( Supplementary Figure 12 : BT16, G401, and TTC549 are three Smarcb1 -deficient rhabdoid tumor cell lines. Re-expression of Smarcb1 results in activation of a set of enhancers in these cells. This figure shows the number of transcription factor motif matches within gained enhancers relative to an expectation based on numbers in stable enhancers. The strongest enrichment and depletion is seen for motifs similar to AP-1 and CTCF recognition elements respectively. 
